ABSTRACT We report here the whole-genome sequence of 11 Zika virus (ZIKV) samples from six pediatric patients in Nicaragua. Serum samples were collected, and ZIKV was isolated in tissue culture. Both serum and virus isolates were sequenced. The consensus ZIKV genomes are greater than 99% identical to each other.
Z
ika virus (ZIKV) belongs to the Flaviviridae family and can be transmitted to humans via a mosquito vector or other routes, such as sexual transmission. The ZIKV genome is a 10.8-kb single-stranded positive-sense RNA molecule. Although Zika is typically asymptomatic or presents a mild illness, it can cause severe neurological defects, particularly in fetuses of women infected during pregnancy. After the 2007 outbreak in the Federated States of Micronesia (1) and a larger 2013 outbreak in French Polynesia, ZIKV was introduced into Brazil in 2014 and caused a widespread epidemic throughout the Americas (2). This study generated whole-genome sequences for 11 ZIKV samples isolated from a pediatric cohort in Nicaragua.
Serum samples were collected from six pediatric patients between April and July 2016 from Managua, Nicaragua. The patients, aged 2 to 11 years old, were symptomatic and recovered from the infection. Serum samples were collected 1 to 2 days after the onset of symptoms, and the virus was isolated in Aedes albopictus C6/36 mosquito cells. Consensus genome sequence data were generated from the serum samples and the passaged virus isolates. The GenBank accession numbers for five pairs of samples (serum and isolates, respectively, from the same patient) are as follows: KY765318 and KY765321, KY765317 and KY765322, KY765323 and KY765326, KY765325 and KY765327, and KY765319 and KY765320. The sequence from a serum sample from another patient is also reported (KY765324).
The QiaAMP viral RNA mini extraction kit (Qiagen) was used to extract RNA from both serum samples and single-passage virus isolates. RNA sequence-independent single-primer amplification (RNA-SISPA) was performed (3, 4) prior to sequencing on the Illumina MiSeq instrument (2 ϫ 300 bp). Targeted production of cDNA was performed with SuperScript III (Thermo Fisher) using ZIKV-specific primer pairs or random nonamer primers. Amplicons were then generated from the cDNA using ZIKV-specific primers, which are recorded in the GenBank records, and then sequenced using DNA-SISPA on Illumina or Ion Torrent instruments.
